sequences provided herein are based on known sequencing techniques. 

Analysis of the amino acid sequence of the fvdl-Iength PRO1008 polypeptide suggests that portions of 
it possess significant sequence identity and/or similarity with mdidc-1, thereby indicating that PRO1008 may be 
a novel member of this family and have head inducing activity. 

Still analyzing the amino acid sequence of SEQ ID NO:456, the putative signal peptide is at about amino 
5 acids 1-23 of SEQ ID NO:456. The N-glycosylation site is at about amino acids 256-259 of SEQ ID NO:456, 
and the fungal zn-(2)-cys(6) binuclear cluster domain is at about amino acids 1 10-126 of SEQ ID NO:456. The 
corresponding nucleotides can of aU the ammo acids can be routinely determined given the sequences provided 
herein. 

10 EXAMPLE 76 : Isolation of cDNA Clones Encoding Human PRO1012 

A consensus DNA sequence was assembled relative to other EST sequences using phrap as described 

in Example 1 above, wherein the comensus sequence is herem designated DNA49313. Based on the DNA493 13 

consensus sequence, oUgonucleotides were synthesized: 1) to identify by PGR a cDNA Ubrary that contained 

the sequence of mterest, and 2) for use as probes to isolate a clone of the Ml-lengfh coding sequence for 
15 PRO1012. 

A pair of PGR primers (forward and reverse) were synthesized: 

forward PGR Primer 5'-ACTCCCCAGGCTGTTCACACTGCG-3 ' (SEQ ID NO:460); 

reverse PGR primer 5'-GATGAGCCAGGGAATACCAGGAGG-3' (SEQ ID NO:461). 

Additionally, a synthetic oligonucleotide hybridization probe was constructed from flie DNA49313 consensus 
20 sequence which had the following nucleotide sequence: 

hybridization probe 

5'-GTGGTGATGATAGAATGCTTTGCGGAATGAAAGGAGTGAACAGGTATGCG-3' (SEQ ID NO:462). 

In order to screen several libraries for a source of a full-length clone, DNA from the libraries was 
screened by PGR amplification with the PGR primer pair identified above. A positive library was then used to 
15 isolate clones encodmg the PRO1012 gene using the probe oligonucleotide and one of the PGR p]±ners. RNA 
for construction of the cDNA libraries was isolated from human fetal kidney tissue (LIB227). 

DNA sequencing of the clones isolated as described above gave the Mi-length DNA sequence for 
PRO1012 [herein designated as UNQ495 (DNA56439-1376)] (SEQ ID NO:458) and the derived protem 

50 sequence for PRO1012. 

The entire nucleotide sequence of UNQ495 (DNA56439-1376) is shown in Figure 189 (SEQ ID 
NO:458). Clone UNQ495 (DNA56439-1376) contains a smgle open readmg frame with an apparent translational 
initiation site at nucleotide positions 404-406 and endmg at the stop codon at nucleotide positions 2645-2647 
(Figure 189). The predicted polypeptide precursor is 747 amino acids long (Figure 190). The Mi-length 

!5 PRO1012 protein shown in Figure 190 has an estimated molecular weight of about 86, 127 daltons and a pl of 
about 7.46. Clone UNQ495 (DNA56439-1376) has been deposited with ATGC on May 14, 1998. Regarding 
the sequence, it is understood that the deposited clone contains the correct sequence, and the sequences provided 
herein are based on known sequencing techniques. 
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Analysis of the amino acid sequence of the full-length PRO1012 polypeptide suggests that portions of 
it possess sequence identity with disulfide isomerase thereby radicating fliat PRO1012 may be a novel disulfide 
isomerase related protein. 

Still analyzing the amino acid sequence of SEQ ID NO:459, the cytochrome C family heme-bmdmg site 
signature is at about amino acids 158-163 of SEQ ID NO:459. The Nt-DNAJ domam signature is at about amino 
5 acids 77-96 of SEQ ID NO:459. An N-glycosylation site is at about amino acids 484-487 of SEQ ID NO:459. 
The ER targeting sequence is at about amino acids 744-747 of SEQ ID NO:459. It is understood that the 
polypeptide and nucleic acids disclosed can be routinely formed with or without, these portions as desired, in 
alternative embodiments. For example, it may be desirable to produce PRO1012 without the ER targetmg 
sequence. The corresponding nucleotides can be routinely determined given the sequences provided herein. 

10 

EXAMPLE 77 : Isolation of cDNA Clones Encodmg Human PRO1014 
' A consensus DNA sequence was assembled relative to other EST sequences using phrap as described 

in Example 1 abobe, whereia the consensus sequence obtained is herein designated DNA49811. Based upon 
an observed homology between the DNA4981 1 sequence and Incyte EST clone no. 2612207, Incyte EST clone 
15 no. 2612207 was purchased and its insert was obtamed and sequenced, wherein the sequence obtaiued is shown 
in Figure 191 (SEQ OD NO:463). 

DNA sequencing gave the full-length DNA sequence for PRO1014 [herein designated as UNQ497 
(DNA56409-1377)] (SEQ ID NO:463) and the derived protein sequence for PRO1014. 

The enture nucleotide sequence of UNQ497 (DNA56409-1377) is shown m Figure 191 (SEQ ID 
-. 20 NO:463). Clone UNQ497(DNA56409-1377)containsasmgleopenreadiagframewithanapparenttransIatioiial 
mitiation site at nucleotide positions 66-68 and ending at the stop codon at nucleotide positions 966-968 (Figure 
191). The predicted polypeptide precursor is 300 amino acids long (Figure 192). The full-length PRO1014 
protem shown in Figure 192 has an estimated molecular weight of about 33 ,655 daltons and a pi of about 9.3 1 . 
Clone UNQ497 (DNA56409-1377) has been deposited with the ATCC on May 20, 1998. Regardmg the 
25 sequence, it is understood that the deposited clone contains the correct sequence, and the sequences provided 
herein are based on known sequencmg techniques. 

Analysis of the ammo acid sequence of the full-length PRO1014 polypeptide suggests diat portions of 
it possess sequence identity with reductase, thereby mdicating that PRO1014 may be a novel member of the 
reductase family. 

30 Still analyzmg the amino acid sequence of SEQ ID NO:464, the putative signal peptide is at about ammo 

acids 1-19 of SEQ ID NO:464. The cAMP and cGMP dependent protem kinase phosphorylation sites are at 
about amino acids 30-33 and 58-61 of SEQ ID NO:464. Short chain alcohol dehydrogenase family proteins are 
at about amino acids 165-202, 37-49, 112-122and210-219 of SEQ ID NO:464. The correspondiaig nucleotides 
of these domains and any other ammo acids provided herein can be routinely determined given the sequences 

35 provided herein. 

EXAMPLE 78 : Isolation of cDNA Clones Encoding Human PRO1017 

A consensus DNA sequence was assembled relative to other EST sequences using phrap as described 
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in Example 1 above, wherein that consensus DNA sequence is herein designated DNA53235. Based upon an 
observed homology between the DNA53235 consensus sequence and the Merck EST clone no. AA243086, the 
Merck EST clone no. AA243086 was purchased and its insert obtained and sequenced, wherein the sequence 
obtained is shown in Figure 193 (SEQ ID NO:465). DNA sequencing gave the full-length DNA sequence for 
PRO1017 [herein designated as UNQ500 (DNA561 12-1379)] (SEQ ID NO:465) and the derived protein 
5 sequence for PRO1017. 

The entire nucleotide sequence of UNQ500 (DNA56112-1379) is shown in Figure 193 (SEQ ID 
NO:465). Clone UNQ500 (DNA561 12-1379) contains a single open reading frame with an apparent translational 
initiation site at nucleotide positions 128-130 and ending at the stop codon at nucleotide positions 1370-1372 
(Figure 193). The predicted polypeptide precursor is 414 amino acids long (Figure 194). The full-length 

10 PRO1017 protein shown in Figure 194 has an estimated molecular weight of about 48,414 daltoas and a pl of 
about 9.54. Clone UNQ500 (DNA561 12-1379) has been deposited with the ATCC. Regarding the sequence, 
it is understood that die deposited clone contains the correct sequence, and the sequences provided herein are 
based on known sequencing techniques. 

Analysis of the amino acid sequence of the ftill-length PRO1017 polypeptide suggests that portions of 

15 it possess sequence identity with HNK-1 sulfotransferase, thereby indicating that PRO1017 may be a novel 
sulfotransferase. 

StiU analyzing the amino acid sequence of SEQ ID NO:466, the putative signal peptide is at about amino 
acids 1-31 of SEQ ID NO:466. N-glycosylation sites are at about amino acids 134-137, 209-212, 280-283 and 
370-273 of SEQ ID NO:466. The TNFR/NGFR family cystein-rich region protein is at about amino acids 329- 
, 20 332 of SEQ ID NO:466. The corresponding nucleotides can be routinely detemiined given the sequences 
provided herein. The protein can be secreted. 

E XAMPLE 79 : Isolation of cDNA Clones Encoding Human PRQ474 

A consensus DNA sequence was assembled relative to other EST sequences using phrap as described 
25 m Exanq)le 1 above, wherein the consensus sequence obtained is herein designated DNA49818. Based upon 
an observed homology between the DNA49818 consensus sequence and the Merck EST clone no. H77889, the 
Merck EST clone no. H77889 was purchased and its insert obtained and sequenced, wherein the sequence 
obtained is herein shown in Figure 195 (SEQ ID NO:467). DNA sequencing gave the fuU-length DNA sequence 
for PR0474 [herein designated as UNQ502 (DNA56045-1380)] (SEQ ID NO:467) and the derived protein 
30 sequence for PR0474- 

The entire nucleotide sequence of UNQ502 (DNA56045-1380) is shown in Figure 195 (SEQ ID 
NO:467). Clone UNQ502 (DNA56045-1380) contains a single open reading frame with an apparent translational 
initiation site at nucleotide positions 106-108 and ending at the stop codon at nucleotide positions 916-918 
(Figure 195). The predicted polypeptide precursor is 270 amino acids long (Figure 196). The full-length 
PR0474 protein shown in Figure 196 has an estimated molecular weight of about 28,317 daltons and a pi of 
about 6.0. Clone UNQ502 (DNA56045-1380) has been deposited with the ATCC. Regarding the sequence, it 
is understood that the deposited clone contains the correct sequence, and the sequences provided herem are based 
on known sequencing techniques. 
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